PSU ID
a All sequences were uploaded to NCBI under BioProject Number PRJNA273284. a Coverage, a calculation of how the sequencing reads map to a reference genome, was generated by aligning the reads to a reference genome (S. sonnei Ss046) to create a BAM file. This BAM file was then input into the Samtools depth function to calculate coverage. b The reads were reported by the Illumina MiSeq instrument after sequencing was completed. c QUAST 4.5 was used to calculate the number of contigs, the N50 score, and the total length of the assembled genome. These parameters are indicative of the quality of the assembly performed by the SPAdes Genome Assembler Version 3.10.0. d The values listed are parameters used by the CDC to determine sequence quality of E. coli genomes. 
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